Figure S1 Rates of ATP hydrolysis (malachite green assay) The endpoints of DNA juxtaposition after ParB induction (from Figure 2A , B) were determined as described in the Methods, using a threshold of 0.5x standard deviation (σ) above the mean Hi-C score. Lower panels are binary maps showing points (light green and yellow) with Hi-C interactions scores above the specified threshold. Neighboring points that were separated by less than 5 pixels were connected. The largest region of inter-connected points (highlighted in yellow) was identified as the Hi-C enrichment region due to DNA juxtaposition. The enrichment endpoints are indicated with white dotted lines. For visualization, these positions were marked with blue dotted lines on the Hi-C contact maps in the upper panels.
The positions (relative to the replication origin) were plotted on the graphs to the right. An endpoint position on the right arm is labeled as a positive value, and on the left arm as a negative value. The rates and errors for the DNA juxtaposition were calculated from the slope of the line-of-best-fit and the standard error of the regression, respectively. The leading edges of the DNA juxtaposition in the SMC mutants were less well defined than wild-type in this study and our previous study (Wang et al., 2017) . We suspect that this is due to greater heterogeneity in loading and translocation. Accordingly, a less stringent threshold of 0.5xσ was used in this analysis. 
